We derived values for each of the variables utilized in our GA by estimating frequencies from the training data sets. These data were derived from the A. thaliana mitochondrial genome data. Each variable listed here corresponds to one of the six variables discussed in the text and shown in Figure 1 .
Hydrophobicity values were based on the frequency with which an edited codon yielded a known hydrophobic amino acid. For example, 34% of all edited codons yielded a serine, so the value for serine would be 0.34 as shown below. Amino acid transition probabilities were calculated based on the frequency of finding an amino acid in a transcript post-editing compared with pre-editing. The values below represent the frequency seen in the training data pre-and post-editing. Some amino acids were never edited in our data sets, and these have no entries in the post-editing portion of the table. Other amino acids were edited to more than one amino acid as shown by double entries below.
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Codon transition probabilities were estimated from the training data in a similar manner as the amino acid transition probabilities. These are listed below for each pre-edit codon and its corresponding post-edit versions.
Codon Transition Probabilities
Pre-edit codon Post-edit codon Transition Probability The frequency with which each of the four nucleotides occur in the -1 position with respect to the edited C is listed below. 
